Molecular characterisation of the coding region for the p125 from homologous BVDV biotypes.
We amplified and sequenced the p125 coding regions of a 'homologous' pair of BVDV biotypes, Pe515 cytopathogenic and non-cytopathogenic. The sequences were aligned with the published sequences of Osloss, NADL and the HCV Alfort strains, but no insertions of host sequence were observed in that region.